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Trends of Standardization for Genome Compression and Storage
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DIS Draft International Standard
DNA Deoxyribonucleic Acid
EPFL Ecole Polytechnique Federale de Lausanne
FDIS Final Draft International Standard
G Guanine
GENIFF  GENomic Information File Format
HEGIC High-Efficiency Genomic Information Coding
HES-SO  Haute école spécialisée de Suisse occidentale
JCfP Joint Call for Proposal
MPEG Moving Picture Experts Group
NGS Next—generation DNA sequencing
NIH National Institutes of Health
SIB Swiss Institute of Bioinformatics
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